Abstract
we lack a mechanistic understanding on how the symbiosis is established and maintained. at different time points (Meyer et al. 2011 mixed in a cooler with 1 µm filtered seawater (FSW) that was sterilized using ultraviolet light.
119
The egg-sperm solution was mixed gently to break the bundles and increase fertilization rates.
120
After a one-hour incubation, excess sperm was removed by repeatedly washing with FSW cotton-swabbed from sides of the polypropylene containers, preserved in RNAlater (Ambion),
137
and stored at -80°C for further processing. Ontology (GO) terms were subsequently assigned using the GOA database (Dimmer et al. 
Results

217
The two-class unpaired SAM analysis identified 866 significantly DEGs (FDR ≤ 0.05, In our study, of the 10,930 genes assayed, 7.92% were differentially expressed. This is Rab-21 was also found to be differentially expressed. Rab-21 has been associated with 297 vesicle transport in addition to having a potential role in membrane recycling (Opdam 2000) .
298
In addition to the Rab-3 and Rab-21, we identified other up-regulated genes belonging to the 299 Ras superfamily, including Ras-related protein Rab-10, Ras-related and estrogen-regulated 300 growth inhibitor (RERG), and Ras-related protein SEC4. Ras-related protein SEC4 has been 301 shown to be responsible for regulation of vesicular transport in yeast (Haubruck et al. 1990 ), 302 while RERG has been shown to be involved in transcription regulation and cell proliferation,
303
Expression of the Ras-related protein Rab-21 (CCHW3870) and Ras-related and estrogen- (Table 1) . GO enrichment analysis identified several terms associated with development symbiotic Acropora tenuis polyps to be greater than aposymbiotic polyps and in E. pallida, 342 genes related to protein synthesis were up-regulated in the symbiotic state (Kuo et al. 2004 ).
343
Taken together, symbiotic polyps compared to aposymbiotic polyps appear to undergo 344 metabolic processes related to normal cell growth. In support of this, genes related to protein 345 and amino acid recycling as well as lipid processing were also up-regulated in O. faveolata.
However, 2 out of the 4 genes found to be down-regulated were ribosomal subunits 40S and 347 60S, potentially suggesting reduced protein synthesis. 
